Four hundred thirty two composite fecal samples were collected from 73 pens in four major 23 feedlots in Alberta from May 2014 to April 2015. The samples were grown in EC broth (BD 24 Difco) containing cefotaxime (2µg/ml) and aliquots were plated on MacConkey agar with 25 ceftriaxone (1µg/ml) followed by trypticase soy agar with ampicillin (32µg/ml). fermenting, indole-positive isolates were investigated further. The remaining enrichment cultures 27 were centrifuged and the sediment used for DNA extractions using a QIAamp DNA Mini Kit.
28
Real-time PCR with custom TaqMan primer/probe combinations for the bla CTX-M-1 , bla CTX-M-2 , 29 bla CTX-M-8 , bla CTM-X-9 , bla CTX-M-25 , bla CMY , bla SHV and bla TEM gene groups were performed using 30 these extracts. Mock extractions and "no template" controls were run with every batch to control 
35
The PCR results from the enrichment cultures (Table 1) with genes of the other groups (Table 1) and were likely not extended-spectrum β-lactamases gene groups varied significantly among feedlots and between seasons, though not always in the 42 same direction and magnitude (Figure 1 ).
43
Gene variants identified in a subset (n=29) of isolates and samples are listed in Table 2 
